predicted that symbiont communities were primarily sensitive to host genet at regional scales.
Introduction
Vibrio infection is unexplored for most Symbiodiniaceae species, as is the relationship between 80 symbiont community diversity metrics and host resistance to bacterial pathogens. observation that dysbiotic host individuals vary more in microbial community composition than 100 healthy host individuals -the 'Anna Karenina Principle' or AKP (Zaneveld et al., 2017) . This has 101 previously been documented in experimentally stressed coral-associated bacterial communities
Materials and Methods

145
Study site, experimental design, and sample collection 146 Colonies representing 8 distinct genets of Acropora millepora known to be best or worst where is the non-informative prior distribution.
262
We also estimated the Symbiodiniaceae community sensitivity to host genets and treatment. Finally, since Rib Reef genets were all best performers and Pandora Island genets were all worst 271 performers, additional GJAM models were fitted to genets originating from these locations,
272
respectively, to test for treatment effects on more local scales. These local models were identical 273 to the regional GJAM model except that they were fitted only with the data from Pandora Island 
Results
277
Response to experimental treatments
278
In response to 10 days of exposure to single or combined stressors, the most coral mortality was 279 observed in the pCO2 and combined stressors treatments (N = 5 fragments total per treatment,
280
represented as dark grey bars in Figure 1) ; none of the control fragments experienced mortality. Symbiodiniaceae cell density counts at the end of the experiment ranged from 1. Best-4 Heat sample) were removed, leaving a total of 9,984,782 paired reads (Supp. Mat. Table   316 3) from which 232 ASVs were identified. The LULU pipeline resolved 12 ASVs from this 317 dataset. One of these ASVs (represented by 12 reads total among two samples) was discarded 318 because it did not produce any sequence similarities during the taxonomic assignment process. (all seven species), whereas fragments of Worst-2 collectively harbored the fewest (three)
325
Symbiodiniaceae species (Table 2) . Most individual coral fragments (94%, N = 88 of 94, Supp.
326
Mat. Table 4 ) analyzed in this study harbored more than one Symbiodiniaceae species (see Table   327 2 for all detected species, Figure 1 for species comprising >0.1% of total Symbiodiniaceae Based on all ASVs identified by DADA2 (prior to processing the dataset through LULU),
344
Symbiodiniaceae alpha diversity varied categorically by genet performance but did not differ When all three reef locations were incorporated into the regional GJAM model, it fitted the data 389 well (Supp. Mat. Figure 2 ) and indicated that Symbiodiniaceae communities were sensitive to 390 genet, but not to treatment ( Figure 5 and sensitivity analysis shown in Supp. Mat. Figure 3) .
391
Using this regional model, we inversely predicted the A. millepora genet and experimental 392 treatment given a particular Symbiodiniaceae community. Based on this process, some A. 
395
In contrast, prediction of experimental treatments from Symbiodiniaceae communities was not 396 robust using the regional model ( Figure 5 ). However, Symbiodiniaceae community was more 397 sensitive to treatment in local GJAM models, which were run for Symbiodiniaceae communities
398
at Pandora Reef and Rib Reef, respectively (Supp. Mat. Figure 3 compared to Supp. Mat. Table   399 5). In particular, treatment sensitivity values for Pandora Reef were higher than genet 400 sensitivities for every stress type except bacterial addition and elevated temperature (Supp. Mat.
401 Table 5 ). 
Symbiodiniaceae characteristics in best and worst performing coral holobionts
410
The dominant Symbiodiniaceae species in best performer A. millepora genets were more similar 411 to each other than the dominant species associated with worst performer genet (Figure 1 ). were strongly associated only with Worst-27 ( Figure 6 ). 
462
Beyond insights into symbiont physiology and function, such research efforts can yield insights 463 into whether selection or complementarity effects are important in predicting and managing for 464 holobiont stress tolerance.
466
We hypothesized that best performing host genets would contain higher relative abundances of 467 stress-tolerant Symbiodiniaceae (e.g., Durusinium trenchii) than worst performing genets. In this study, genets were generally assessed in terms of their performance, yet our 
